a Nucleotide changes are numbered relative to the starting methionine of each coding sequence. Notation gives original base, position within coding sequence, and altered base.
b Protein amino acid changes are numbered relative to the starting methionine of the proteins with notation giving original base, position within peptide prior to processing of signal peptide, and altered base.
c SIFT scores <0.05 are predicted to be deleterious.
d Polymorphic marker indicates the restriction enzymes used to which are able to differentially cut Pin PCR products between Alpowa wild type allele and mutant allele. Direct sequencing was used when polymorphic restriction sites were not available. Alpowa Parent a a 41.8 ± 1.9 31.5 ± 2.7
